egionella pneumophila is an opportunistic bacterial pathogen capable of airborne transmission from contaminated freshwater systems to susceptible humans, resulting in a severe pneumonia known as Legionnaires' disease (1) . Sequence-based typing is the standard subtyping method for L. pneumophila (2) , however, recent cost reductions and increased availability have enabled whole-genome sequencing-based subtyping (3) .
Here, we report complete genome sequences of L. pneumophila isolates from two collocated outbreaks of Legionnaires' disease in 2005 and 2008 in Sarpsborg/Fredrikstad, Norway (Table 1) . One clinical and two environmental isolates were sequenced from each outbreak. Additional isolate information has been reported elsewhere (4) (5) (6) (7) .
Isolates were grown on buffered-charcoal-yeast-extract agar (72 h, 37°C). DNA was purified using Genomic-Tip 100/G (Qiagen, Hilden, Germany). Sequencing was done with PacBio RSII (Menlo Park, CA) and Illumina MiSeq (San Diego, CA). RSII library was prepared using the 20 kb-protocol and size selection done with BluePippin (9 kb-cutoff). Sequencing was done using P6-C4 chemistry and one single-molecule real-time (SMRT) cell. MiSeq library (300 bp paired-end) was prepared with TruSeq PCR-free protocol. Approximately 90,000 RSII and 3,000,000 MiSeq reads were generated for each isolate. RSII reads were de novo-assembled with HGAP_v3.0. Minimus2 (AMOS_v3.1) was used for circularization and RS_Resequencing for mapping of RSII reads. MiSeq reads were mapped onto the final RSII assembly with Bionumerics_v7.6 (Applied Maths, Sint-Martens-Latem, Belgium). Annotation was done with NCBI PGAP_v3.3.
All genomes consisted of a 3.36 Mb-chromosome, while the 2005 genomes featured an additional 68 kb-episome showing high similarity (Ͼ97%) with a 39 kb-region of the 60 kb-episome of L. pneumophila Lens (Table 1) . Average coverage was 284ϫ (RSII) and 466ϫ (MiSeq). All genomes showed conserved syntheny with other L. pneumophila genomes and highest degree of similarity with Lens (Ͼ95%), in agreement with previous sequence-based typing (6) . Average GϩC content was 38.5% and number of protein-coding genes 
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